ABSTRACT Citrobacter braakii and Citrobacter freundii are Gram-negative opportunistic pathogens associated with many infectious diseases, including septicemia, in humans and animals. Here, we report the draft genome sequences of seven C. braakii strains and one C. freundii strain isolated from Canadian wastewater treatment facilities.
with Pilon v1.22 (8) . Other programs used by Unicycler were BLAST v2.7.1ϩ (9), Bowtie 2 v2.3.4 (10) , and SAMtools v1.6 (11) . The parameters used for each step of the assembly pipeline are detailed at https://github.com/duceppemo/bacteria_genome_assembly. Gene predictions and annotations were performed using the NCBI Prokaryotic Genome Annotation Pipeline (12) . Sequencing and assembly metrics are summarized in Table 1 . Antimicrobial resistance genes were detected using ResFinder v3.1.0 (13), with default parameters.
The median total length, protein count (number of coding sequences [CDS]), and GC content of the C. braakii genome assemblies in the NCBI are 5.1 Mb, 4,822, and 52.1%, respectively. Similarly, the median values of the seven C. braakii strains presented here are 5.1 Mb, 4,672, and 52.0%, respectively. The median total length, protein count (number of CDS), and GC content of the C. freundii genome assemblies on NCBI are 5.3 Mb, 4,991, and 51.7%, respectively, which are similar to those (5.499 Mb, 5,396, and 51.7%, respectively) of the C. freundii strain analyzed in this study (Table 1 ). All isolates were predicted to be resistant to ␤-lactam antibiotics.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession numbers PQWA00000000, SJSJ00000000, SJSI00000000, SJSH00000000, SJSG00000000, SJSF00000000, SJSE00000000, and SJSD00000000 for strains HH1, HH5, HH6, HH7, HH8, HH9, HH10, and HH11, respectively. The versions described in this paper are versions PQWA01000000, SJSJ01000000, SJSI01000000, SJSH01000000, SJSG01000000, SJSF01000000, SJSE01000000, and SJSD01000000, respectively. The Illumina raw sequencing reads are available in the NCBI Sequence Read Archive through the accession numbers found in Table 1 .
